oratory. The progression and role of RBC death in response to attack by bacterial PFTs and its relevance to host-pathogen interactions have been underappreciated. Many PFT-producing pathogens may come into contact with RBCs in the course of colonization or disease, including Gardnerella vaginalis, Streptococcus intermedius, and Streptococcus pneumoniae (9) (10) (11) . Some of these pathogens can enter the RBC-dominated bloodstream, causing bacteremia, aiding in dissemination and pathogenesis (9, 10, 12, 13) . In some cases, bacteremic infections can also lead to acquired (hemolytic) anemia (3) . Additionally, G. vaginalis, associated with bacterial vaginosis, proliferates and colonizes to its highest levels at the vaginal mucosa during menses (11) . Thus, the interaction of PFT-producing pathogens with mature RBCs has relevance to mechanisms of colonization and disease.
Here, we show that vaginolysin (VLY) and intermedilysin (ILY), hCD59-specific PFTs produced by G. vaginalis and S. intermedius, respectively, induce programmed necrosis (necroptosis) in mature RBCs. Similarly to programmed necrosis in nucleated cells (14) , RBC programmed necrosis depends on Fas receptor and Fas ligand (Fas/FasL), RIP1 kinase phosphorylation, and mixed-lineage kinase domain-like (MLKL) protein. RBC programmed necrosis is also associated with assembly of a cytosolic complex called the necrosome (14) . Also similarly to programmed necrosis in nucleated cells (14) , this PCD is antagonized by caspase-8 in mature RBCs. Downstream effector pathways involved in the execution of RBC programmed necrosis included the formation of ceramide by acid sphingomyelinase (aSMase), formation of reactive oxygen species (ROS) by NADPH oxidase (NOX) and iron in the Fenton reaction, and formation of advanced glycation end products (AGEs) via glycolysis. Importantly, we show that RBC programmed necrosis is distinct from eryptosis, the only other known form of PCD in RBCs. Finally, the induction of RBC programmed necrosis enhances the growth of PFT-producing bacteria, suggesting a role for this PCD in the pathogenesis of these organisms.
RESULTS
VLY, an hCD59-specific PFT, causes lipid raft enlargement and recruitment of PCD factors to lipid rafts of mature RBCs. While analyzing the interaction of VLY with lipid rafts of mature primary human RBCs, we observed an increase in lipid raftassociated proteins (hCD59 and flotillin-1) and lipids (cholesterol, GM1, and GT1b) in detergent-resistant membrane (DRM) fractions derived from lipid rafts ( Fig. 1A and B) . This indicates an increase in the size/stability of lipid rafts, which occurs during lipid raft-dependent signaling (15, 16) . Fas receptor (Fas) and Fas ligand (FasL), which induce extrinsic PCD (17) , were also recruited to DRM fractions upon VLY treatment (Fig. 1C) . Fas and FasL exist outside lipid rafts in resting cells (18) , and their recruitment to these signaling microdomains, in addition to an increase in raft size, suggested activation of PCD in mature RBCs. The cytosolic protein hemoglobin (HGB) did not differ in localization upon VLY stimulation.
hCD59-dependent PFTs induce Fas/FasL-dependent death of mature human and transgenic murine RBCs. Because Fas and FasL were recruited to lipid rafts in human RBCs following attack by VLY, we hypothesized that this hCD59-specific PFT and other bacterial PFTs might cause Fas/FasL-dependent death of mature RBCs. Thus, we analyzed the hemolytic activity of several purified, recombinant PFTs (see Fig. S1 in the supplemental material) at different hemolytic doses, with 1 hemolytic unit (HU) corresponding to 50% hemolysis (see Fig. S2 ). Indeed, VLY and ILY, which are hCD59-specific PFTs, caused RBC death that was inhibited by monoclonal antibody (MAb) neutralization of FasL ( Fig. 2A and B) . The hCD59-independent PFTs pneumolysin (PLY; from Streptococcus pneumoniae) and alpha-toxin (A-tox; from Staphylococcus aureus) did not cause FasL-dependent RBC death (Fig. 2B) . VLY, ILY, and PLY are CDCs that may form pores with an external diameter of Ͼ15 nm, whereas A-tox is not a CDC and forms pores of 1 to 2 nm in diameter (5, 6) . Exogenous recombinant FasL (rFasL) significantly enhanced VLY-mediated RBC death (Fig. 2C) , as did an agonistic MAb targeting Fas (Fig. 2D) . Notably, low hemolytic doses of all PFTs tested were enhanced when combined with rFasL or agonistic Fas MAb ( Fig. 2E and F) . We used hCD59 transgenic murine RBCs as a model system, as these are susceptible to VLY and ILY, whereas nontransgenic cells are resistant ( Fig. 2G and H) . Death of hCD59-transgenic murine RBCs induced by VLY or ILY, but not PLY, was inhibited by FasL neutralization, indicating that FasLdependent death can be initiated in nonhuman RBCs (Fig. 2H) . These results indicate that hCD59-specific PFTs initiate Fas/FasL signaling in RBCs resulting in death and that the combination of Fas/FasL signaling and pore formation primes RBCs for death by any PFT.
hCD59-specific bacterial PFTs induce RIP1-dependent programmed necrosis in mature RBCs. Because hCD59-specific PFTs caused Fas/FasL-dependent RBC death, we hypothesized that these PFTs might activate PCD in RBCs. In addition, two components of complexes formed during programmed necrosis (necroptosis) were recruited to RBC lipid rafts in response to VLY. These components, Fas-associated death domain (FADD) and RIP1 kinase (RIP1) are cytosolic and not normally associated with lipid rafts but were found in DRMs following RBC stimulation with VLY (Fig. 3A) . This suggested that VLY might activate programmed necrosis, a PCD pathway that occurs in nucleated cell types and can involve induction by Fas/FasL, in mature RBCs (14, 19) .
We used necrostatin-1 (nec-1), a small-molecule inhibitor of RIP1 kinase, to explore the induction of Fas/FasL-dependent programmed necrosis in mature RBCs (20) . RIP1 phosphorylation and recruitment to the cytosolic necrosome complex are critical for the induction of programmed necrosis (19) (20) (21) . The importance of RIP1 is such that programmed necrosis is also referred to as RIP1-dependent cell death (14) . nec-1 inhibited VLY-induced RBC death over a range of concentrations (Fig. 3B ). RIP3 kinase also plays important roles in programmed necrosis (22, 23) by interacting with a downstream protein, mixed-lineage kinase domain-like (MLKL), to exert its effects (24) . Inhibition of MLKL with necrosulfonamide (NSA) also reduced RBC death caused by VLY, consistent with a role for programmed necrosis in RBCs (Fig. 3C) . Similarly, nec-1 and NSA inhibited RBC death by hCD59-dependent ILY but had no effect on hemolysis by hCD59-independent PLY and A-tox ( Fig. 3D to I ). These results indicated that hCD59-specific bacterial PFTs, but not hCD59-independent PFTs, induce programmed necrosis in mature RBCs. In addition, rFasL enhanced the hemolysis by all PFTs tested, regardless of intrinsic hCD59 specificity (Fig. 2E ). This enhanced death was nec-1 inhibitable, indicating that the combination of Fas/FasL signaling and PFT activity initiates RIP1-dependent programmed necrosis in mature RBCs (Fig. 3J) .
hCD59-specific bacterial PFTs induce FasL-dependent RIP1 phosphorylation and necrosome assembly in mature RBCs. To further explore the molecular events associated with programmed (Fig. 4B ). RIP1 phosphorylation induced by VLY and ILY was also inhibited by nec-1, confirming the activity of this inhibitor in primary human RBCs (Fig. 4C ). The induced p-RIP1 was prevented by FasL neutralization, suggesting that hCD59-specific PFTs induce p-RIP1 through downstream activity of Fas/FasL (Fig. 4D ). This seems likely, as addition of rFasL alone to RBCs also resulted induced RIP1 phosphorylation (Fig. 4E) . We confirmed the specificity of the IPs for RIP1, as an irrelevant IgG did not precipitate RIP1 (see Fig. S3A in the supplemental material).
Formation of the necrosome is generally associated with programmed necrosis in nucleated cells (25) . Necrosomes contain important signaling proteins, RIP1, RIP3, FADD, and caspase-8 (14) . To investigate necrosome assembly in RBCs, RIP1 IPs were probed for specific coprecipitants. Necrosome components RIP3 and FADD coprecipitated with RIP1 following stimulation with VLY or ILY, suggesting necrosome assembly. These associations were inhibited by nec-1 (Fig. 4F ). hCD59-independent PFTs (PLY and A-tox) did not induce necrosome assembly in RBCs (Fig. 4F) .
Necrosome-associated caspase-8 antagonizes RBC programmed necrosis. In nucleated cells, caspase-8 is a necrosome component that antagonizes programmed necrosis by cleaving RIP1 and RIP3 (14, 26) . To determine if caspase-8 served a similar role in RBCs, we analyzed caspase-8 by IP (Fig. 5A ) and found that RIP1 coprecipitated with caspase-8 in RBCs regardless of PFT stimulation, suggesting a constitutive association of these proteins in RBCs but not THP-1 cells (Fig. 5B ). FADD coprecipitated with caspase-8 only in response to VLY or ILY, suggesting formation of a RIP1/FADD/caspase-8 complex in response to hCD59-specific PFTs (Fig. 5B) . Pan-caspase inhibition enhanced RBC death by VLY or ILY ( Fig. 5C and D) , and this enhanced death was prevented by RIP1 inhibition (Fig. 5E ). Specific inhibition of caspase-8, but not caspase-3, enhanced RBC death by VLY or ILY (Fig. 5F ), consistent with an antagonistic role for caspase-8 in RBC programmed necrosis similar to its function in programmed necrosis of nucleated cells (14) . In agreement with this finding, caspase-8 inhibition led to an increase in RIP1 phosphorylation following VLY stimulation (Fig. 5G) . The IPs were specific for caspase-8, as an irrelevant IgG did not pull down caspase-8 (see Fig. S3B in the supplemental material).
NOX/iron-dependent ROS formation and aSMasedependent ceramide formation are downstream components of RBC programmed necrosis. Cell death by programmed necrosis may involve several different downstream effector pathways, including ceramide formation, ROS formation, phospholipase/calpain activity, and AGE formation by enhanced glycolysis (14) . Effector pathways vary by cell type, and several mechanisms may be active within single cell types (14) . RBC death induced by VLY and ILY was blunted by inhibition of NOX ( Fig. 6A and B) , and both VLY and ILY caused an increase in ROS in RBCs (Fig. 6C) . Additionally, iron chelation reduced RBC death caused by VLY and ILY and prevented ROS induction by these PFTs (Fig. 6D to  F) . These results suggest that NOX-dependent ROS contribute to RBC death by programmed necrosis and that ROS formation is enhanced by iron, likely due to the Fenton reaction.
Inhibition of aSMase, which produces ceramide from sphingomyelin, reduced RBC death by VLY and ILY, as did MAb neutralization of ceramide (Fig. 6G to I ). VLY and ILY caused significant increases in surface ceramide, whereas hCD59-independent PFTs did not (Fig. 6J) . Thus, aSMase-dependent ceramide formation is an additional downstream component in RBC programmed necrosis. Glycolytic formation of AGEs contributes to the execution of RBC programmed necrosis. AGE formation may occur downstream of programmed necrosis in nucleated cells due to increased glycolysis (27) . Exogenous glucose enhanced RBC death by VLY and ILY in a RIP1-dependent manner (Fig. 7A) . Glycolysis drove this process, as a nonmetabolizable glucose analog, 2-deoxy-Dglucose, did not affect PFT-mediated RBC death (Fig. 7B) . Importantly, glucose uptake had no effect on RBC death by the hCD59-independent PFT, PLY (Fig. 7C) . That glycolysis participates in RBC programmed necrosis suggests the involvement of AGEs (27) . Indeed, specific inhibition of AGEs reduced RBC death by VLY and ILY ( Fig. 7D and E) and prevented enhancement of RBC death by glucose uptake (Fig. 7F) . Using a whole-cell fluorescence assay, we detected an increase in AGE formation in response to VLY and ILY but not PLY (Fig. 7G) . These results show that glycolytic AGE formation plays a crucial role in the demise of RBCs by programmed necrosis.
RBC programmed necrosis is distinct from eryptosis. Although the identification of programmed necrosis in RBCs in response to hCD59-specific PFTs was unexpected, there is a precedent in eryptosis, a PCD unique to RBCs, which was recently described (4). To determine if RBC programmed necrosis was distinct from eryptosis, two well-characterized eryptotic stimuli, hyperosmotic stress and excess calcium, were used (28, 29) . Hyperosmotic or calcium-induced eryptosis was not affected by nec-1, did not induce p-RIP1, did not depend on FasL, and was not enhanced by rFasL addition (Fig. 8A to D) . Moreover, factors on which eryptosis depends (e.g., intracellular Ca 2ϩ and p38 mitogen-activated protein kinase [MAPK] [4, 30] ) played no role in RBC programmed necrosis induced by hCD59-specific PFTs (Fig. 8E and F) . Thus, programmed necrosis is a new PCD pathway in mature RBCs that is distinct from eryptosis.
Induction of RBC programmed necrosis enhances bacterial growth in vitro. hCD59-specific PFTs induce Fas/FasLdependent programmed necrosis of mature RBCs while hCD59-independent PFTs do not. This observation raises the question of the potential benefit that RBC programmed necrosis may have for PFT-producing pathogenic bacteria. We hypothesized that induction of programmed necrosis might increase RBC killing at low organism or PFT concentrations, resulting in more efficient release of nutrients that might enhance bacterial growth. To this end, a series of bacterial growth assays were performed during which G. vaginalis, S. intermedius, and S. pneumoniae were cultured with or without human RBCs. Using RIP1 IP and immunoblotting, we confirmed that live G. vaginalis and S. intermedius induced p-RIP1 (Fig. 9A and B) . RIP1 phosphorylation was induced by native VLY or ILY, respectively, as it was prevented by an anti-CDC antibody (31) ( Fig. 9A and B supplemental material). G. vaginalis growth required RBCs, whereas S. intermedius growth was significantly enhanced in the presence of RBCs (Fig. 9C and D) . Neutralization of RBC FasL reduced G. vaginalis and S. intermedius growth in the presence of human RBCs (Fig. 9C and D) , suggesting that FasL-dependent programmed necrosis of RBCs enhanced the proliferation of G. vaginalis and S. intermedius. Consistent with the finding that the hCD59-independent PLY did not induce FasL-dependent RBC programmed necrosis, the growth of S. pneumoniae (which produces PLY) was unaffected by FasL neutralization in RBCs (Fig. 9E) .
Addition of exogenous rFasL allowed all bacterial PFTs to cause RBC programmed necrosis, resulting in enhanced RBC death, regardless of intrinsic hCD59 specificity ( Fig. 2E and 3J) . Consistent with this observation, addition of rFasL to human RBCs enhanced bacterial growth by hCD59-specific PFTproducing G. vaginalis and S. intermedius as well as by hCD59-independent PFT-producing S. pneumoniae (Fig. 9F to H) . Collectively, these results demonstrate that the induction of RBC programmed necrosis enhances bacterial growth. Consistent with the hypothesis that release of RBC cytosolic contents might provide nutrients to prime bacterial growth, addition of purified hemoglobin to cultures also enhanced the growth of all three species tested (see Fig. S5 in the supplemental material). Uptake of the nonmetabolizable 2-deoxy-D-glucose (2-deoxygluc) had no effect on RBC death. (C) Glucose uptake had no effect on RBC death by the hCD59-independent PLY. (D and E) AGE inhibition with 1 mM pyridoxamine reduced death by VLY or ILY relative to vehicle control. (F) RBC death enhanced by glucose uptake is prevented by AGE inhibition. (G) VLY and ILY induce RBC AGE formation as determined by whole-cell immunofluorescence assay. ***, P Ͻ 0.001; **, P Ͻ 0.01; *, P Ͻ 0.05 (two-way analysis of variance, Bonferroni posttest).
DISCUSSION
RBC programmed necrosis: a new form of PCD induced by bacterial PFTs. These findings provide evidence for the induction of a previously unidentified PCD pathway in mature RBCs by humanspecific bacterial PFTs. RBC programmed necrosis was activated by hCD59-specific CDCs VLY and ILY but not by other PFTs. RBC programmed necrosis depended on Fas/FasL, RIP1 phosphorylation, and MLKL and was antagonized by caspase-8. RBC programmed necrosis was also associated with necrosome assembly and was executed by aSMase-dependent ceramide formation, NOX/iron-dependent ROS production, and glycolytic AGE formation.
hCD59-independent PFTs (i.e., PLY and A-tox) did not activate RBC programmed necrosis, consistent with an important role for hCD59 binding/signaling. However, these PFTs did activate RBC programmed necrosis when combined with exogenous rFasL or a Fas-specific agonistic MAb. That hCD59-independent PFTs can produce RBC programmed necrosis in combination with rFasL is significant, because many infections in vivo have high levels of circulating FasL (32, 33) . Similarly, as members of the tumor necrosis factor (TNF) superfamily, there are infectious settings in which high levels of other known necroptotic stimuli (e.g., TNF-␣ and TRAIL) are seen (34) . Induction of RBC programmed necrosis by rFasL combined with PFT suggests that FasL functions downstream of hCD59 binding/signaling by VLY or ILY. This is supported by the finding that FasL neutralization prevents RIP1 phosphorylation by VLY or ILY and that rFasL alone induces RIP1 phosphorylation in RBCs.
RBC programmed necrosis and eryptosis are distinct. The discovery of programmed necrosis in RBCs by hCD59-specific PFTs is not the first instance of RBC PCD. Eryptosis is a Ca 2ϩ -, p38 MAPK-dependent PCD process in RBCs (4) . It is characterized by phosphatidylserine externalization and ceramide formation, marking these RBCs for macrophage ingestion (4, 18) . Our results demonstrate that RBC programmed necrosis differs from eryptosis, functioning as an independent, previously unrecognized PCD pathway in mature RBCs. It is possible that eryptosis contributes to "natural" RBC death/removal due to noninfectious injury, whereas programmed necrosis is induced by infection with PFT-producing pathogens.
Significance of RBC programmed necrosis. hCD59-specific PFT induction of RBC programmed necrosis is significant for at least two reasons: (i) it provides new understanding of the relevance of programmed necrosis to RBC biology and physiology and (ii) it suggests that RBC programmed necrosis may play a role in colonization or pathogenesis of hCD59-specific PFTproducing pathogens. Whereas eryptosis is important, it does not share key molecular features of PCD that occur in nucleated cells, including caspase dependence (whereas senescent and storagedamaged RBCs display active caspases [35, 36] , these critical apoptotic enzymes have not been conclusively linked to eryptosis [28, 37, 38] ) and the requirement of extrinsic ligands of the TNF superfamily (37) . Therefore, eryptosis is a PCD unique to mature RBCs that is not shared with nucleated cells. Conversely, RBC programmed necrosis proceeds in a manner molecularly similar to nucleated cell necroptosis, sharing many key features. These include dependence on RIP1 phosphorylation, MLKL, and extrinsic ligands of the TNF superfamily (e.g., FasL); antagonism by caspase-8; and necrosome assembly. Moreover, whereas Fas and FasL differ in their cellular localizations during oxidative stress and in senescent RBCs (18) , they were reported to be nonfunctional in mature RBCs (37, 39) . Nonetheless, we show that Fas and FasL drive programmed necrosis in mature RBCs, promoting RIP1 phosphorylation. The intimate involvement of Fas/FasL in RBC programmed necrosis may explain the differential localization of Fas/FasL previously seen in senescent RBCs (18) , suggesting that aged RBCs may be primed for programmed necrosis. These findings expand our knowledge of RBC physiology by identifying other PCD pathways in RBCs. Given the similarities of programmed necrosis in RBCs and nucleated cells, we speculate that caspase-dependent apoptosis, resembling that of nucleated cells, may occur in mature RBCs. Alternatively, it is possible that mature RBCs have lost the capacity for classical apoptosis but retained the capacity for programmed necrosis.
As RBC programmed necrosis enhanced bacterial proliferation in vitro, this PCD may play a role in bacterial growth and pathogenesis in vivo. G. vaginalis colonizes the lower genital tract of women (11) . The growth/presence of G. vaginalis varies throughout the menstrual cycle, with the highest levels of G. vaginalis occurring during menses (11) . This suggests that RBC availability may affect bacterial growth. We speculate that VLY-mediated RBC programmed necrosis plays a significant role in the pathogenesis of bacterial vaginosis. In addition, S. intermedius infection is associated with abscess formation in the brain and liver, resulting from hematogenous spread from mucosal surfaces (10) . As RBC programmed necrosis enhances S. intermedius growth in vitro, we speculate that this PCD may aid its dissemination and growth. The potential for increased bacterial growth during the hematogenous phase of S. intermedius infections as a result of RBC programmed necrosis could lead to exacerbated abscess formation due to greater bacterial burden. When considering this growth benefit, the direct induction of hCD59-specific RBC programmed necrosis by VLY and ILY might explain a potential selective advantage associated with human-specific PFT production by G. vaginalis and S. intermedius.
Pneumonia due to S. pneumoniae may progress to bacteremia (9), but as PLY cannot induce RBC programmed necrosis, a role for this PCD in pneumococcal infection is unclear. Nonetheless, pneumococcal infection is associated with FasL release, because S. pneumoniae elicits increased FasL levels in lung (40) and causes FasL-dependent bystander death following phagocytosis (41) . As shown here, PLY can induce RBC programmed necrosis when combined with rFasL, raising the possibility that this PCD plays a role in systemic pneumococcal infection. These potential roles of RBC programmed necrosis in promoting the pathogenesis of different microbes are intriguing and suggest the possibility for therapeutic intervention by targeting factors specific to this PCD.
MATERIALS AND METHODS
Human cells. Primary human RBCs, with or without leukoreduction using Purecell Neo leukocyte reduction filters (Haemonetics), were obtained from healthy volunteers under a protocol approved by the Columbia University Institutional Review Board. Leukoreduction did not affect results. Murine RBCs were obtained from wild-type or hCD59 transgenic C57BL/6J mice (42) , which were used in accordance with a protocol approved by the Columbia University Institutional Animal Care and Use Committee. THP-1 cells (ATCC TIB-202) were grown in RPMI 1640 plus GlutaMAX plus 25 mM HEPES (Invitrogen) supplemented with 10% fetal bovine serum and 10 g/ml ciprofloxacin. DRM isolation. Human RBC suspensions (20%), treated with or without 1 g/ml VLY at 37°C for 0.5 h, were solubilized in 1% Triton X-100 at 4°C for 1 h. DRMs were isolated as described previously (43) .
Hemolysis assays. Hemolysis assays were done in Dulbecco's phosphate-buffered saline (DPBS) (7) . Recombinant PFTs were expressed and purified as previously described (7, 44, 45) and used at 1 HU unless specified otherwise. For pharmacological or Ab inhibition, RBCs were pretreated with inhibitors for 1 h at 37°C. rFasL or MAb 2R2 (Enzo Life Sciences) was added with PFTs. None of the inhibitors tested affected RBC binding by a green fluorescent protein (GFP) fusion protein of the VLY binding domain (see Fig. S6 in the supplemental material). Eryptosis was induced with 950 mM sucrose or 1 mM CaCl 2 at 37°C for 18 h. For glucose uptake, RBCs were incubated with 5 mM glucose for 18 h, and glucose was removed by centrifugation.
Immunoprecipitation. Human RBC suspensions (20%) in DPBS were treated with PFTs (0.5 HU), rFasL (1 g/ml), or bacteria (G. vaginalis or S. intermedius at an optical density at 600 nm [OD 600 ] of 0.6) for 30 min at 37°C and sonicated, and phosphatase inhibitor cocktail set III (1:100; Millipore) was added. THP-1 cells were adjusted to a concentration of 5 ϫ 10 7 cells/ml and sonicated. Sonicates from either cell type were precleared with 200 l of control agarose resin (Pierce); 10 g of anti-RIP1 MAb G322-2 (BD) or anti-caspase-8 MAb 12F5 (AG Scientific) was added and incubated overnight at 4°C. Protein G plus agarose (100 l; Pierce) was added for 2 h at room temperature. Precipitates were suspended in 50 l 1ϫ NuPAGE LDS sample buffer and boiled.
Anti-CDC antibody. The anti-CDC polyclonal antibody was raised against VLY in rabbits and was described previously (31) . This antibody cross-reacts with other CDCs as shown in Fig. S4 in the supplemental material.
Fluorescence assays. Human RBC suspensions (0.5%) were incubated with sublytic doses (Ͻ0.2 HU) of PFTs at 37°C for 1 h. To detect ROS, 2,7-dichlorofluorescein diacetate (20 M; DCFDA; Invitrogen) was added. To detect ceramide or AGEs, RBCs were labeled with 10 g/ml of 15B4 anticeramide MAb or anti-AGE polyclonal antibody (PAb) (AbCam) for 1 h and anti-mouse IgM or IgG fluorescein isothiocyanate (FITC) conjugates for 1 h at 37°C and washed. To measure DRMs, diphenylhexatriene (DPH; Invitrogen) was added to samples at 2 g/ml. Fluorescence was measured in an Infinite M200 (Tecan) at excitation/emission wavelengths of 495 nm/525 nm for DCFDA, 490 nm/525 nm for FITC, and 360 nm/430 nm for DPH. Cholesterol was measured using the Amplex red cholesterol assay kit (Invitrogen).
Immunoblots. For dot/Western blot assays, the following Abs were used: anti-RIP1 (BD; G322-2), anti-RIP3 (Thermo Scientific), anti-FADD (Millipore), anti-caspase-8 (AG Scientific), anti-CD59 (Thermo Scientific), anti-flotillin-1 (Sigma), anti-GM1 (AbCam), anti-GT1b (Millipore), anti-Fas (Thermo Scientific), anti-FasL (Thermo Scientific), and antihemoglobin (Santa Cruz) at dilutions of 1:1,000. For p-RIP1, antiphospho-Ser/Thr (Cell Signaling Technology) was used at 1:500.
Bacterial growth assays. G. vaginalis strain ATCC 49145 was inoculated in brain heart infusion (BHI) broth with 10% fetal bovine serum at 37°C and 5% CO 2 with or without 5% human RBCs and grown for 18 h. S. intermedius strain ATCC 27335 and S. pneumoniae strain R6 were inoculated in Trypticase soy (TS) broth at 37°C with or without 5% human RBCs and grown for 5 h. For FasL inhibition, 5 g/ml of NOK-1 or an irrelevant mouse IgG was added to the medium 1 h before inoculation. For rFasL experiments, 1 g/ml was added with inocula. Growth was assessed by quantitative culture.
Statistics. Data are presented as means Ϯ standard deviations (SD) from 3 experiments analyzed by the indicated statistical tests (GraphPad Prism).
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